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ENZYMES: ALL 74 ENZYMES (NO FILTER) 

SETTINGS: LINEAR, CERTAIN SITES ONLY, STANDARD GENETIC CODE 
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L1PMAN-PEARSON PROTEIN ALIGNMENT 

KTUPLE: 2; GAP PENALTY: 4; GAP LENGTH PENALTY: 12 
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ENZYMES: ALL 74 ENZYMES (NO FILTER): 

SETTINGS: LINEAR, CERTAIN SITES ONLY, STANDARD GENETIC CODE 
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LIPMAN-PEARSON PROTEIN ALIGNMENT 

KTUPLE: 2; GAP PENALTY: 4; GAP LENGTH PENALTY: 12 
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